Figure 4a. 158P1D7 amino acid BLAST homology to hypothetical protein FLJ22774. 



Identities = 798/798 (100%) 

Query: 44 MLINCEAKGI KMVSE I S VPPSRPFQLSLLNNGLTMLHTNDFSGLTNAI S IHLGFNNI AD I 103 

MLINCEAKGIKMVSEISVPPSRPFQLSLIiNNGLTMLHTNDFSGLTNAISIHLGFNNIADI 
Sbjct: 1 MLINCEAKG I KMVS E I S VPPS RPFQLSLLNNGLTMLHTNDFSGLTNAIS IHLGFNN I AD I 60 

Query: 104 EIGAFNGLGLLKQLHINHNSLEILKEDTFHGLENLEFLQADNNFITVIEPSAFSKLNRLK 163 

EIGAFNGLGLLKQLHINHNSLEILKEDTFHGLENLEFLQADNNFITVIEPSAFSKLNRLK 
Sbjct : 61 EIGAFNGLGLLKQLHINHNSLEILKEDTFHGIiENLEFLQADNNFITVIEPSAFSKLNRLK 12 0 

Query: 164 VLILNDNAIESLPPNIFRFVPLTHLDLRGNQLQTLPYVGFLEHIGRILDLQLEDNKWACN 22 3 

VlilLNDNAIESIiPPNIFRFVPLTHLDLRGNQLQTLPYVGFLEHIGRILDLQLiEDNKWACN 
Sbjct: 121 VLIIiNDNAIESLPPNIFRFVPLTHLDLRGNQLQTLiPYVGFLEHIGRILDLQLEDNKWACN 18 0 

Query: 224 CDLLQLKTWLENMPPQSIIGDWCNSPPFFKGSILSRLKKESICPTPPVYEEHEDPSGSIj 283 

CDLLQLKTWLENMPPQSIIGDWCNSPPFFKGSILSRLKKESICPTPPVYEEHEDPSGSL 
Sbjct: 181 CDLLQLKTWLENMPPQSIIGDWCNSPPFFKGSILSRIiKKESICPTPPVYEEHEDPSGSL 240 

Query: 2 84 HLAATSSINDSRMSTKTTSILKLPTKAPGLIPYITKPSTQLPGPYCPIPCNCKVLSPSGL 34 3 

HLAATSSINDSRMSTKTTSILKLPTKAPGLIPYITKPSTQLPGPYCPIPCNCKVLSPSGL 
Sbjct: 241 HLAATSSINDSRMSTKTTSILKLPTKAPGLIPYITKPSTQLPGPYCPIPCNCKVLSPSGL 300 

Query: 3 44 LIHCQERNIESLSDLRPPPQNPRKLIIiAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 4 03 

LIHCQERNIESLSDLRPPPQNPRKLIIiAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 
Sbj ct : 3 01 LIHCQERNIESLSDLRPPPQNPRKLILAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 3 60 

Query: 4 04 EGSFMNLTRLQKLYLNGNHLTKLSKGMFLGLHNLEYLYLEYNAIKEILPGTFNPMPKLKV 4 63 

EGSFMNLTRLQKLYLNGNHLTKLSKGMFLGLHNLEYLYLEYNAIKEILPGTFNPMPKLKV 
Sbjct: 361 EGSFMNLTRLQKLYLNGNHLTKLSKGMFLGLHNLEYLYLEYNAIKEILPGTFNPMPKLKV 420 

Query: 4 64 LYLNNNLLQVLPPHIFSGVPLTKVNLKTNQFTHLPVSNIIiDDLDLLTQIDLEDNPWDCSC 52 3 

LYLNNNLLQVLPPHIFSGVPLTKVNLKTNQFTHLPVSNILDDLDLLTQIDLEDNPWDCSC 
Sbjct: 421 LYLNNNLLQVLPPHIFSGVPLTKVNLKTNQFTHLPVSNILDDLDLLTQIDLEDNPWDCSC 480 

Query: 524 DLVGLQQWIQKLSKNTVTDDILCTSPGHLDKKEIjKAIjNSEIIjCPGLV]SrNPSMPTQTSYLM 583 

DLVGLQQWIQKLSKNTVTDDILCTSPGHLDKKELKALNSEILCPGLVNNPSMPTQTSYLM 
Sbjct: 481 DLVGLQQWIQKLSK3^TVTDDILCTSPGHLDKKELKALNSEILCPGLVNNPSMPTQTSYLM 540 

Query: 5 84 VTTPATTTNTADTHjRSLTDAVPLSVTiILGLLIMFITIVFCAAGIWIjVLHRRRRYKKKQ 64 3 

VTTPATTTNTADT I LRS LTDAVPLS VL I LGLL I MF I T I VFCAAG I WLVLHRRRR YKKKQ 
Sbjct: 541 VTTPATTTNTADTILRSLTDAVPLSVLILGLLIMFITIVFCAAGIWLVLHRRRRYKKKQ 600 

Query: 644 VDEQMRDNSPVHLQYSMYGHKTTHHTTERPSASLYEQHMVSPMVHVYRSPSFGPKHLEEE 703 

VDEQMRDNSPVHLQYSMYGHKTTHHTTERPSASLYEQHMVSPMVHVYRSPSFGPKHLEEE 
Sbjct: 601 VDEQMRDNSPVHLQYSMYGHKTTHHTTERPSASLYEQHMVSPMVHVYRSPSFGPKHLEEE 660 

Query : 704 EERNEKEGSDAKHLQRSLLEQENHSPLTGSNMKYKTTNQSTEFLSFQDASSLYRNILEKE 763 

EERNEKEGSDAKHLQRSLLEQENHSPLTGSNMKYKTTNQSTEFLSFQDASSLYRNILEKE 
Sbjct: 661 EERNEKEGS DAKHLQRS LLEQENHS PLTGSNMKYKTTNQSTEFLS FQDAS S LYRN ILEKE 720 

Query: 764 RELQQLGITEYLRKNIAQLQPDMEAHYPGAHEELKLMETLMYSRPRKVLVEQTKNEYFEL 823 

RELQQLGITEYLRKNIAQLQPDMEAHYPGAHEELKLMETLMYSRPRKVLVEQTKNEYFEL 
Sbjct: 721 RELQQLGITEYLRKNIAQLQPDMEAHYPGAHEELKLMETLMYSRPRKVLVEQTKNEYFEL 780 



) 



Figure 4b 

'Query: 824 KANLHAEPDYLEVLEQQT 841 (SEQ ID NO: 657) 

KANLHAEPDYLEVLEQQT 
Sbjct: 781 KANLHAEPDYLEVLEQQT 798 {SEQ ID NO: 658) 



Figure 5a: Alignment of 158P1D7 with human FLJ22774, CLONE KAIA1575 . [Homo 
sapiens] 



Identities 


= 405/415 (97%), Positives = 405/415 (97%) 






A A 


MLINCEAKGIKMVSEISVPPSRPFQLSLLNNGLTMLHTNDFSGLTNAISIHLGFNNIADI 


103 






MLINCEAKGIKMVSEISVPPSRPFQLSLLNNGLTMLHTNDFSGLTNAISIHLGFNNIADI 




SbjCt : 


1 


MLINCEAKGIKMVSEISVPPSRPFQLSLLNNGLTMLHTNDFSGLTNAISIHLGFNNIADI 


60 


158P1D7 : 


: 104 


E I GAFNGLGLLKQLH I NHNS LE I LKEDT FHGLENLE FLQADNNF I TV I E PS AFS KLNRLK 


163 






EIGAFNGLGLLKQLHINHNSLEI LKEDT FHGLENLEFLQADNNFITVIEPSAFSKLNRLK 




SbjCt : 


61 


EIGAFNGLGLLKQLHINHNSLEI LKEDT FHGLENLEFLQADNNFITVIEPSAFSKLNRLK 


120 


158P1D7 : 


: 164 


VLILNDNAIESLPPNIFRFVPLTHLDLRGNQLQTLPYVGFLEHIGRILDLQLEDNKWACN 


223 






VLI LNDNAI ESLPPNI FRFVPLTHLDLRGNQLQTLP YVGFLEH I GRI LDLQLEDNKWACN 




SbjCt : 


121 


VLILNDNAIESLPPNIFRFVPLTHLDLRGNQLQTLPYVGFLEHIGRILDLQLEDNKWACN 


180 


158P1D7: 


:224 


CDLLQLKTWLENMPPQS I I GDVVCNSPPFFKGS I LSRLKKES ICPTPPVYEEHEDPSGSL 


283 






CDLLQLKTWLENMPPQS 1 1 GDWCNS PP FFKGS I LSRLKKES I CPTPPVYEEHEDPSGSL 




SbjCt : 


181 


CDLLQLKTWLENMPPQS 1 1 GDWCNS PP FFKGS I LSRLKKES I CPTPPVYEEHEDPSGSL 


240 


158P1D7: 


:284 


HLAATSS I NDSRMSTKTTS I LKLPTKAPGL I P Y I TKPSTQLPGP YCP I PCNCKVLS PSGL 


343 






HLAATSSINDSRMSTKTTSILKLPTKAPGLIPYITKPSTQLPGPYCPIPCNCKVLSPSGL 




SbjCt : 


241 


HLAATSSINDSRMSTKTTS I LKLPTKAPGL I PYI TKPSTQLPGP YCPI PCNCKVLS PSGL 


300 


158P1D7: 


:344 


LIHCQERNIESLSDLRPPPQNPRKLILAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 


403 






LIHCQERNIESLSDLRPPPQNPRKLILAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 




SbjCt : 


301 


LIHCQERNIESLSDLRPPPQNPRKLILAGNIIHSLMKSDLVEYFTLEMLHLGNNRIEVLE 


360 


158P1D7; 


;404 


EGS FMNLTRLQKLYLNGNHLTKLS KGMFLGLHXXXXXXXXXXAI KE I LPGTFNPM 458 (SEQ ID NO: 657) 






EGS FMNLTRLQKLYLNGNHLTKLS KGMFLGLH AI KE I LPGTFNPM 




SbjCt : 


361 


EGS FMNLTRLQKLYLNGNHLTKLS KGMFLGLHNLE YLYLE YNAI KE I LPGTFNPM 415 


(SEQ ID 



NO:659) 



Figure 5b: Alignment of 158P1D7 protein with a human protein similar to IGFALS 

Identities = 316/864 (36%), Positives = 459/864 (52%) 

158P1D7 : 1 M KLW I HLFYS S LLAC I S LHS QT P VLS S RGS CDS LCNCEE KDGTML I NCE AKG I KMVS E I S 60 

M LW+ L S+L++ + S V ++C+C + + +NCE + +++ 

SbjCt: 17 MFLWLFLILSALISSTNADSDISV -EICNVCSCVSVENVLYVNCEKVSVYRPNQLK 71 . 

158P1D7 : 61 VP PS RP FQLS LLNNGLTMLHTND FSGLTNAI S I HLGFNNI AD I E I GAFNGLGLLKQLH I N 120 
PS + L+ NN L +L+ N F ++A+S+HLG N + +IE GAF GL LKQLH+N 
SbjCt : 72 PPWSNFYHLNFQNNFLNI LYPNTFLNFSHAVSLHLGNNKLQNI EGGAFLGLSALKQLHLN 131 

158P1D7 : 121 HNSLEILKEDTFHGLENLEFLQADNNFITVIEPSAFSKLNRLKVLILNDNAI ESLPPNI F 180 
+N L+IL+ DTF G+ENLE+LQAD N I IE AF+ KL+ + LKVLI LNDN I LP NIF 
SbjCt: 132 NNELKILRADTFLGIENLEYLQADYNLIKYIERGAFNKLHKLKVLILNDNLISFLPDNIF 191 

158P1D7 : 181 RFVPLTHLDLRGNQLQTLPYVGFLEHIGRILDLQLEDNKWACNCDLLQLKTWLENMPPQS 240 
RF LTHLD+ RGN+ + Q LPY+G LEHIGR+ ++LQLEDN W C+CDLL LK WLENMP 
SbjCt: 192 RFASLTHLDIRGNRIQKLPYIGVLEHIGRWELQLEDNPWNCSCDLLPLKAWLENMPYNI 251 

158P1D7:241 IIGDWCNSPPFFKGSILSRLKKESICP TPPVYEEHEDPSGSLHLAATS 289 

IG-i- +C +P G +L K+ +CP PP E+ + + H TS 

SbjCt: 252 YIGEAICETPSDLYGRLLKETNKQELCPMGTGSDFDVRILPPSQLENGYTTPNGHTTQTS 311 

158P1D7:290 SINDSRMSTKTTS I LKLPTKAPGL I PYITKPSTQLPG-PYCPIPCNCKV- 337 

KTT+ P+K G++ I T+ + P CP PC CK 

Sbjct: 312 LHRLVTKPPKTTN- - - - PSKISGIVAGKALSNRNLSQIVSYQTRVPPLTPCPAPCFCKTH 367 



158P1D7 : 338 LSPSGLLIHCQERNIESLSDLRPPPQNPRKLILAGNI IHSLMKSDLVEYFTLEMLHLGNN 397 
S GL ++CQE+NI+S+S+L P P N +KL + GN I + SD ++ L++LHLG+N 
Sbjct: 36 8 PSDLGLSVNCQEKNIQSMSELIPKPLNAKKLHVNGNSIKDVDVSDFTDFEGLDLLHLGSN 42 7 

158P1D7 : 398 RI EVLEEGS FMNLTRLQKLYLNGNHLTKLS KGMFLGLHXXXXXXXXXXAI KE I LPGTFNP 457 
+ 1 V++ F NLT L++LYLNGN + +L +F GLH IKEI GTF+ 

Sbjct: 428 Q I TVI KGDVFHNLTNLRRLYLNGNQ I ERLYPE I FSGbHNLQYLYLE YNLI KE I SAGTFDS 487 

158P1D7:458 MXXXXXXXXXXXXXXXXXXHIFSGVPLTKWLKTNQFTHLPVSNIXXXXXXXXXXXXXXN 517 
M + IFSG PL + +NL+ N+F +LPVS + N 

Sbjct: 488 MPNLQLLYLNNNLLKSLPVYIFSGAPLARLNLRNNKFMYLPVSGVLDQLQSLTQIDLEGN 547 

158P1D7 :518 PWDCSCDLVGLQQWIQKLSKNTVTDDILCTSPGHLDKKELKALNSEILCPGLVNNPSMPT 577 
PWDC+CDLV L+ W++KLS V ++ C +P ELK+L +EILCP L+N PS P 

Sbjct: 548 PWDCTCDLVALKLWVEKliSDGIVVKELKCETPVQFANIELKSLKNEIIiCPKLIiNKPSAP- 606 

158P1D7:578 QTSYL*MVXXXXXXXXXXXXILRSLTDAVPLSVLILGLLIMFITIVFCAAGIVVLVLHRRR 637 
+ I VPLS+LIL +L++ I VF A ++V VL R + 

Sbjct: 607 FTSPAPAITFTTPLGPIRSPPGGPVPLSILILSILWLILTVFVAFCLLVFVLRRNK 663 

158P1D7 :638 RYKKKQVDEQMRDNSPVHLQYSMYGHKTTHHTTERPSASLYEQHMVSPMVHVYRSPSFGP 697 
+ K D +LQ +HK T+ E + + ++S + G 

Sbjct: 664 KPTVKHEGLGNPDCGSMQLQLRKHDHK TNKKDGLiS TE AF I PQT I EQMS KSHTCGL 718 

158P1D7 :698 KHLXXXXXXXXXXGSDAKHLQRSLLEQENHSPLTGSNMKYKTTNQSTEFLSFQDASSLYR 757 
K G K + R++ ++E + + T ++ E +D++ + 

Sbjct: 719 KESETGFMFSDPPGQ--KVVMRNVADKEKDLLHVDTRKRLSTIDELDELFPSRDSNVFIQ 776 

158P1D7 :758 NILEKERELQQLGITEYLRKNIAQLQPDMEAHYPGAHEELKLMETLMYSRPRKVLVEQTK 817 
N LE ++E +G++ + E YP + K ++L+ K++VEQ K 

Sbjct: 777 NFLES KKE YNS I GVSGF EIRYPEKQPDKKSKKSLIGGNHSKIWEQRK 824 

158P1D7:818 NEYFELKANLHAEPDYLEVLEQQT 841 (SEQ ID NO: 657) 
+EYFELKA L + PDYL+VLE+QT 
Sbjct: 825 SEYFELKAKLQSSPDYLQVLEEQT 848 (SEQ ID NO: 660) 



